Proteomics is gradually complementing large shotgun qualitative studies with hypothesis-driven quantitative experiments. Targeted analyses performed on triple quadrupole instruments in selected reaction monitoring mode are characterized by a high degree of selectivity and low limit of detection; however, the concurrent analysis of multiple analytes occurs at the expense of sensitivity because of reduced dwell time and/or selectivity due to limitation to a few transitions. A new data acquisition paradigm is presented in which selected reaction monitoring is performed in two ways to simultaneously quantify and confirm the identity of the targeted peptides. A first set of primary transitions is continuously monitored during a predetermined elution time window to precisely quantify each peptide. In addition, a set of six to eight transitions is acquired in a data-dependent event, triggered when all the primary transitions exceed a preset threshold. These additional transitions are used to generate composite tandem mass spectra to formally confirm the identity of the targeted peptides. This technique was applied to analyze the tryptic digest of a yeast lysate to demonstrate the performance of the technique. We showed a limit of detection down to tens of attomoles injected and a throughput exceeding 6000 transitions in one 60-min experiment. The technique was integrated into a linear work flow, including experimental design, data acquisition, and data evaluation, enabling large scale proteomic studies.
Proteomics is gradually complementing large shotgun qualitative studies with hypothesis-driven quantitative experiments. Targeted analyses performed on triple quadrupole instruments in selected reaction monitoring mode are characterized by a high degree of selectivity and low limit of detection; however, the concurrent analysis of multiple analytes occurs at the expense of sensitivity because of reduced dwell time and/or selectivity due to limitation to a few transitions. A new data acquisition paradigm is presented in which selected reaction monitoring is performed in two ways to simultaneously quantify and confirm the identity of the targeted peptides. A first set of primary transitions is continuously monitored during a predetermined elution time window to precisely quantify each peptide. In addition, a set of six to eight transitions is acquired in a data-dependent event, triggered when all the primary transitions exceed a preset threshold. These additional transitions are used to generate composite tandem mass spectra to formally confirm the identity of the targeted peptides. This technique was applied to analyze the tryptic digest of a yeast lysate to demonstrate the performance of the technique. We showed a limit of detection down to tens of attomoles injected and a throughput exceeding 6000 transitions in one 60-min experiment. The technique was integrated into a linear work flow, including experimental design, data acquisition, and data evaluation, enabling large scale proteomic studies. Proteomics is gradually complementing qualitative studies focused on protein identification relying on shotgun strategies (1, 2) with large scale quantitative experiments. This change was prompted by the growing demand for qualification and verification of putative protein biomarkers through analysis of larger cohorts of clinical samples on one hand and the need for consistent quantitative data sets to facilitate modeling in systems biology studies on the other. In either case, the number of proteins under target is quite large (tens to hundreds), and traditional immunoassay approaches are not suited for use because of the cost, time, and difficulty of developing multiplexed assays. In this context, the selected reaction monitoring (SRM) 1 technique performed on a triple quadrupole mass spectrometer is increasingly applied to quantitative proteomics because of its sensitivity, selectivity, and wide dynamic range (3) (4) (5) (6) . Mass spectrometry assays can be developed very rapidly via the use of commodity synthetic reference peptides libraries (7) , and large resources of peptide MS/MS data (MRMAtlas) (8) are available to design the initial assays. However, developing a robust and precise SRM-based multiple assay remains demanding for proteomics experiments.
Molecular & Cellular
One of the main challenges is that most proteomics samples are highly complex, and several interfering signals are detected within a given time window that require systematic verification of the target peptide identity first to ensure its accurate quantification. Using isotopically labeled counterparts of the targeted analytes is a common way to confirm the target peptide identity (9, 10) . As this may not always be practical for large scale quantitative proteomics studies, an alternative way to verify the peptide identity is to use SRMinitiated full MS/MS scans (11) . However, the disadvantage of this method is a lower sensitivity and selectivity compared with SRM as it uses a broader mass selection window, which results in MS/MS spectra often containing signals from multiple components co-eluting in the case of biological samples with a complex background. Furthermore, SRM-initiated MS/MS scans require much longer duty cycle times that will disrupt the predefined SRM sequence of events in the case of complex multiplexed assays even when performed on a triple quadrupole instrument equipped with a linear ion trap. Recently, instead of using MS/MS spectra, a composite MS/MS spectrum that is generated by measuring multiple fragments ions (8 -10 ions) from one specific peptide has been proven to provide sufficient information for peptide identification. 2 The peptide is verified both by the overlay of the chromatographic elution profiles of the fragment ions and by matching the composite MS/MS spectrum that comprises multiple SRM transitions to the MS/MS spectral library entry (12, 13) . Because it is based on SRM acquisition, this method provides a rapid, sensitive, and selective way to perform peptide verification, which is desirable for large scale screening experiments. The drawback of this approach is that only a limited number of compounds can be practically analyzed in one HPLC-MS run because the instrument is continuously monitoring 8 -10 transitions for each peptide no matter whether the peptide is detected from the sample or not, resulting in the waste of a significant portion of the instrument time. To overcome this issue and thus increase the throughput, we propose that the instrument constantly monitor only a small subset of SRM transitions for each peptide for the actual quantification and in addition confirm the peak identity using the full set of fragment ions, which are acquired in a data-dependent mode.
To provide this instrument capability, we developed an innovative instrument control software, called intelligent selected reaction monitoring (iSRM), that can use the specificity of a small subset of SRM transitions to quantify and intelligently trigger the full list for confirmation of target peptides, thereby allowing the simultaneous qualitative and quantitative analysis of up to 1000 peptides in a single LC-MS experiment. Here we describe the concept of iSRM and the work flow associated to it, and we demonstrate the increased throughput facilitating the development of SRM assays and its ability to perform large scale screens targeting a respectable number of proteins.
EXPERIMENTAL PROCEDURES

Sample Preparation
A whole yeast cell lysate was solvated in 0.1 M ammonium bicarbonate buffer containing 8 M urea at a final concentration of 1 mg/ml. The proteins were reduced with 12 mM dithiothreitol for 30 min at 35°C and alkylated with 40 mM iodoacetamide for 45 min at 25°C in the dark. Samples were diluted with 0.1 M NH 4 HCO 3 to a final concentration of 1.5 M urea, and sequencing grade porcine trypsin (Promega) was added to a final enzyme:substrate ratio of 1:100 and incubated for 8 h at 37°C. Peptide mixtures were cleaned by Sep-Pak tC 18 cartridges (Waters, Milford, MA) and eluted with 60% acetonitrile. The resulting peptide samples were evaporated on a vacuum centrifuge to dryness and resolubilized in 0.1% formic acid to 1 g/l concentration. The same yeast digest was used through out all experiments described in this study and was prepared as described earlier (14) .
HPLC
A nano-LC pump from Eksigent was used. HPLC separations were performed on a Picofrit column (C 18 , 75 m ϫ 100 mm, 15-m tip; New Objective) using a gradient starting at 5% B and increasing to 45% B in 40 min at a flow rate of 300 nl/min. The gradient was generated by mixing water containing 0.1% formic acid (A) and acetonitrile containing 0.1% formic acid (B). One microliter of each sample was injected.
Mass Spectrometry
LC-MS experiments were performed on a triple quadrupole mass spectrometer (TSQ Vantage, Thermo Scientific) operated in the nanoelectrospray mode. For ionization, a 1800-V spray voltage and 200°C capillary temperature were used. The selectivity for both Q1 and Q3 were set to 0.7 Da (full-width half-maximum). The collision gas pressure of Q2 was set at 1.2 millitorrs of argon. The collision energy (CE) was calculated using the following formula: CE ϭ 0.034 ϫ m/z of precursor ion ϩ 2.
Analysis in SRM Mode (iSRM)
For the selected reaction monitoring experiments using the iSRM instrument control software (part of the TSQ driver 2.2.0), two primary and an additional six secondary fragment ions were used for each targeted peptide. The instrument acquisition parameters, including elution time window, collision energy, and intensity threshold for triggering the data-dependent SRM scan, were generated by using Pinpoint 1.0 software (Thermo Scientific). To predict retention times, first we trained Pinpoint on the liquid chromatographic settings. A mixture of 10 isotopically labeled peptides (ELASGLSFPVGFK*, GAI-AAAHYIR*, GILFVGSGVSGGEEGAR*, ELGQSGVDTYLQTK*, LTIL-EELR*, AIPGEYITYALSGYVR*, TTFINTLFQTVLK*, LVEDPQVIAPFLG-K*, GISNEGQNASIK*, and LGNDDEVILFR* with the asterisk indicating 13 C isotopically labeled amino acids) was run on the TSQ Vantage where we monitored all y-ions for those peptides. Using these transitions, we identified the elution time for each peptide. In addition, for each peptide, we also calculated its hydrophobicity using the SSRCalc algorithm presented in Krokhin et al. (15) . Then a least square linear curve was generated between the observed retention time and the hydrophobicity factor for these 10 peptides, and the goodness of fit was evaluated using the r 2 value. Using this linear curve, we also established our prediction error (Ϯ2 min). Next for any novel peptide sequence, we first calculated its hydrophobicity using the SSRCalc algorithm, and then using the linear curve, we predicted its elution time. Then using Ϯ2-min error around the predicted elution time, we established a 4-min window for the transitions of this peptide. The generated iSRM method with the above acquisition parameters was transferred directly to the TSQ Vantage instrument method setup program directly. Additional instrument parameters used for the iSRM experiments include cycle time, scan time, and dynamic exclusion set up for triggering the data-dependent SRM scan. The overall cycle time of 2 s was used as default. The scan times used for the datadependent SRM scans were 0.1 s. Dynamic exclusion was enabled with 300 counts of intensity threshold. The dynamic exclusion was set up to trigger the dependent SRM scan events only when the intensities of all primary SRM transitions exceeded 300 counts for five successive cycles. The dynamic exclusion time was 20 s. Three iSRM experiments were performed based on the resources of peptide MS/MS data from MRMAtlas. For each targeted peptide, the two most intense fragment ions were selected as primary ions, and an additional six fragments were selected as secondary ions.
Experiment 1-A total of 128 transitions (32 primary and 96 secondary) were used for targeting eight endogenous/heavy peptide pairs. The isotopically labeled peptides were spiked into the yeast digest mixture at different concentrations (0.01, 0.1, 1, 10, and 100 fmol/l). The analyses were performed by injecting 1 l of sample. The completed transition list can be found in supplemental Table 1 .
Experiment 2-A total of 6056 transitions (1514 primary and 4542 secondary) were used for large scale screening, targeting 757 literature peptides from MRMAtlas. The completed transition list can be found in supplemental Table 2 .
Experiment 3-A total of 544 transitions (136 primary and 408 secondary for 68 peptides) were used for targeting 34 pairs of endogenous and 15 N-labeled peptides in the TCA cycle of Saccharomyces cerevisiae. The completed transition list can be found in supplemental Table 3 .
Data Processing Using Pinpoint
All raw files were processed by Pinpoint 1.0. The targeted peptides were verified by both overlaid chromatographic profiles of multiple fragment ions and the correlation between the composite MS/MS spectrum that comprises multiple SRM transitions with the MS/MS spectral library entry. The MS/MS spectral library was built by reading in fragment ion intensity data from the database of MRMAtlas directly. To compare the targeted SRM data generated from a triple quadrupole mass spectrometer with MS/MS data of a peptide stored in a spectrum library, a novel spectrum library searching method was used (12) . The peak area intensities for all SRM transitions (primary and secondary) that belonged to the same precursor ion m/z were ranked in decreasing order of intensity.
Then the same product ions from the MS/MS library spectrum were also ranked in decreasing order of intensity. A Costa-Soares rank correlation (16) was computed as a metric of similarity between the SRM data and the MS/MS spectrum stored in the library for the target peptide,
where is the correlation coefficient (expected range of values are 1 Ͼϭ Ͼϭ Ϫ1), pi is the rank of the product ion i in the library spectrum and qi is the rank of the product ion i in the signal intensities from the SRM data, and n is the total number of product ions under consideration. To provide an estimate of the null distribution, the correlation coefficient was compared with library spectra whose rank intensities were shuffled and then rescored. The null distribution was used to compute a p value (probability of random spectral matching) using standard statistical methods. The smaller p value means a better match between the SRM data and spectral library. The peptide that gave a p value less than 0.05 was considered to be confidently confirmed by the library match. We used a cutoff of 0.05 to designate confident identifications; i.e. only composite-MS/MS spectra that had p values lower than 0.05 were listed as identified confidently using the library spectra. This cutoff value was chosen based on empirical evidence where p values between large sets of composite spectra and CID spectra were compared (12) . For each targeted peptide that fulfilled the verification criteria, the software computed the integrated
FIG. 1. Principle of iSRM.
A illustrates the iSRM logic in which two transitions of a given peptide are monitored continuously and trigger a data-dependent event if both signals exceed a preset threshold. B and C show the primary and data-dependent (secondary) SRM events. D and E show the channels (and the corresponding ion intensities) of a primary and a secondary iSRM event, respectively. peak areas of all primary ions for quantification and calculated coefficients of variation (CVs) (in percent) for the repeated experiments.
RESULTS
Principle of iSRM-The systematic and reliable targeted analysis of proteomics samples has to overcome two main hurdles. First, sufficient selectivity has to be ensured to confidently quantify the analyte of interest in complex biological samples, which are characterized by numerous background interferences, through the concomitant monitoring of multiple transitions. Second, the number of peptides to be analyzed in a given time window has to match the cycle time constraints required for reliable quantification. Two parameters have to be considered: the dwell time of each measurement that may need to be increased for low abundance ions and the number of transitions measured for each analyte. A trade-off between selectivity and sensitivity is generally required if a larger set of peptides, typically exceeding a dozen, is analyzed under such conditions.
The iSRM work flow exploits the specificity of selected reaction monitoring to simultaneously quantify and confirm the identity of the targeted peptides in two ways. The principle of the iSRM acquisition method is illustrated in Fig. 1 . A few transitions, typically two or three, corresponding to the most intense fragments in the MS/MS spectra of targeted peptides, referred to here as primary transitions, are monitored continuously during a (predicted or observed) elution time window of usually 2-4 min. For each transition, an intensity threshold is defined by the user that can optionally take into account the expected intensity of the signal. When all the primary transitions satisfy all pretrigger conditions (i.e. following AND logic), a secondary event is initiated (Fig. 1B) . It aims to punctually measure additional transitions referred to as secondary transitions that are used to generate a composite MS/MS spectrum (Fig. 1C) to confirm that the signals observed for the primary transitions are indeed corresponding to the authentic targeted peptide as opposed to interfering species. In fact, the acquisition of these transitions is performed when the HPLC profile, usually 25-30 s wide, is reaching its apex. Thus, a delay of 8 -10 s, corresponding to a few of cycles, is set before the actual triggering of the data-dependent measurements. This design of the dynamic exclusion allows each secondary SRM acquisition to be triggered only once (or twice if desired) for each eluting LC trace, which yields sufficient structural information to unambiguously confirm the identity of the compound without significantly perturbing the quantification obtained with the primary SRM transition list.
Generation of iSRM Methods-The design of an SRM experiment encompasses several steps, including the selection
FIG. 2. Work flow used to perform iSRM experiment.
A set of predefined proteins defines the experiment; the proteotypic peptides associated with these proteins are the subjects of the actual SRM experiment. The parameters necessary to perform the analysis are extracted from exiting proteomics resources (e.g. MRMAtlas); the method includes primary and secondary transitions (for details, see the text). The results of the LC-MS analysis are subsequently processed in two ways: the quantification is performed using the primary SRM traces, and the confirmation of the identity relies on the fragmentation patterns represented in the composite spectra. Pep, peptide; QQQ, triple quadrupole; I.S., internal standard; Lib, library.
of the peptides corresponding to the proteins that are targeted in the study. These tryptic peptides need to be uniquely associated with the proteins of interest (proteotypic). In addition, they need to fulfill some specific criteria, ensuring their detection in the mass spectrometer, such as good ionization efficiency and an appropriate mass-to-charge ratio. For practical reasons, peptides containing amino acids that undergo facile chemical modification (e.g. oxidation or deamidation) are normally excluded. For each selected peptide, specific attributes, including retention time, precursor ion mass-tocharge ratio, fragment ion masses, and collision energy, are required to establish an SRM method. From a practical point of view, existing MS/MS data dramatically facilitate the design of the method and increase the success rate of SRM experiments, particularly if the spectra were acquired on an instrument with similar fragmentation characteristics compared with a triple quadrupole. There is already a wealth of existing information available in publicly accessible proteomics MS/MS repositories, for instance PeptideAtlas (17) or Global Proteome Machine (18) . More recently, repositories specifically containing SRM transitions have been established (MRMAtlas) (8) that represent a tremendous primary resource to design such experiments.
Such information is pertinent to establish an iSRM method, more specifically the selection of primary and secondary fragment ions in the context of experiments targeting hundreds of peptides in an automated fashion for keeping the analytical throughput. By using Pinpoint 1.0, we were able to design the iSRM assay based on the data of a spectral library (Fig. 2) . In this study, using a yeast cell lysate to demonstrate proof of principle, we automatically extracted the relative fragment ion intensity information of each targeted peptide based on the database of MRMAtlas by using the Pinpoint 1.0 software. First, the software read in the information of fragment ion intensities from the database to build a "local" MS/MS spectral library. Then the information of this spectral library was used to define the primary and secondary ions of each iSRM experiment. The two most intense fragment ions were defined as primary ions, and an additional six fragment ions were defined as secondary ions based on rank of ion intensity per peptide.
Proof-of-concept Experiment-To evaluate the performance of the iSRM technique in terms of sensitivity, selectivity, and dynamic range in a biological sample, eight isotopically labeled, synthetic yeast peptides were spiked into the yeast digest in a dilution series ranging from 10 amol to 100 fmol injected on the column. The eight endogenous peptides and their corresponding internal standards were targeted using the iSRM method, and each sample was analyzed in triplicate.
The composite MS/MS spectra of the peptides ELASG-LSFPVGFK*, LVEDPQVIAPFLGK*, LTILEELR*, GISNEGQNA-SIK*, ELGQSGVDTYLQDK*, and GAIAAAHYIR* allowed confident confirmation of the identity at the 10-amol level with p values less than 0.05. The identities of the two peptides LGNDDEVILFR* and GILFVGSGVSGGEEGAR* were assertively confirmed by the composite MS/MS spectra at the 100-amol level with p values less than 0.05.
For each positively identified peptide, the integrated peak areas of two primary ions were used for quantification to determine the limit of sensitivity of the method. One of the most significant expected benefits of using iSRM is to increase the instrument throughput and selectivity by triggering the data-dependent SRM scan only for a real eluted peak. As shown in Fig. 3A , although multiple peaks were observed from each primary transition, the data-dependent scan was triggered only for the actual peptide peak when both primary transitions were detected simultaneously. Additionally, the dynamic exclusion design of iSRM assured that the data-dependent scan was triggered only once. With effective instrument time usage, most of the instrument time is devoted to the actual quantification. With a fixed cycle time of 2 s, the acquisition instrument time is essentially used for a longer dwell time of the primary transitions and therefore results in increased sensitivity and signal-to-noise ratio. Response curves for all eight spiked isotopically labeled peptides cover a wide dynamic range using the iSRM method. Fig. 3C shows the calibration curves acquired for the peptides LTILEELR*, GISNEGQNASIK*, and LVEDPQVIAPFLGK* with a dynamic range covering 4 orders of magnitude, ranging from 10 amol to 100 fmol injected on the column. These results demonstrate that the technique preserves all the characteristics of a conventional SRM experiment in terms of selectivity and sensitivity while optimally utilizing the acquisition time to gain additional information, thereby increasing the confidence of the analyses.
Large scale iSRM Experiment-To test the performance of the approach when applied in the context of a large scale screening experiment, 757 tryptic peptides from the yeast digest mixture (see supplemental Table 2 ) were targeted using the iSRM method. The peptide sequences and the associated MS/MS information were downloaded from the MRMAtlas database and intended to cover a wide expression range of the yeast proteome. This large scale iSRM experiment was repeated five times for testing the reproducibility and the robustness of the method. The raw data of the five experiments were processed postacquisition (using the Pinpoint software; see "Experimental Procedures"). Among the 757 monitored yeast peptides initially selected across a wide expression range, 673 peptides were actually detected and properly identified from 1 g of yeast digest injected using the default acquisition parameters typical of an initial experiment (i.e. without adjustment of the dwell times to detect low abundance species). Regardless of the complexity of the experiment, most of the detected peptides (86%) were verified by the composite MS/MS spectra with a p value Ͻ0.05. The increased instrument throughput yields enough data points for each primary transition to perform precise quantification for this large scale data set. Very consistent results were obtained with over 80% of the peptides detected exhibiting coefficients of variation below 10%. As shown in Table I , the peptides detected cover a wide range of concentrations with yeast proteins expressed in the range from less than 120 to one million copies per cell as reported previously by Ghaemmaghami et al. (19) . These results were compared with a complementary experiment performed on a subset of 352 peptides that were analyzed using the conventional time-based SRM (t-SRM) method in which all eight transitions were monitored during the specified time window for simultaneous peptide verification and quantification. The number of peptides targeted in this second experiment was determined by the upper practical limit for simultaneously monitoring multiple transitions using t-SRM and maintaining an acceptable dwell time (i.e. over 2000 transitions for a single HPLC run). The results comparing the two methods clearly demonstrate the advantage of iSRM (see Table II ) where the acquisition time is more effectively partitioned between true quantification traces and identity confirmatory measurements, thus yielding more data points for more accurate quantification. With the same 40-min-gradient HPLC separation and 4-min time window per peptide, the analytical precision using iSRM to target the same 352 yeast peptides was much improved compared with that of t-SRM as shown in Table II .
Application: TCA Cycle in Yeast-To illustrate the practical use of iSRM method in a biology context, the analysis was focused on the peptides associated with proteins involved in the yeast TCA cycle, also known as the citric acid cycle. The series of enzymes involved in the catalyzed chemical reactions is of central importance in S. cerevisiae and in general all living cells that use oxygen as part of cellular respiration. In yeast and other eukaryotes, the TCA cycle occurs in the matrix of the mitochondrion and is involved in the chemical conversion of carbohydrates, fatty acids, and proteins into carbon dioxide and water to generate energy in the form of ATP. In addition, the TCA cycle provides precursors for the synthesis of amino acids, nucleotides, and lipids and is af- fected by the growing conditions of the cells. Thus, it is important to establish a reliable and sensitive screening method to rapidly detect and quantify these metabolic enzymes from different cells in the context of systematic, large systems biology experiments (14) . The qualitative and qualitative results for these specific enzymes are summarized in Table III (for details, see supplemental Table 3 ). To demonstrate the ability of the method to systematically quantify all the peptides present using stable isotope dilution, the experiment was performed by mixing two different yeast digests: the first one was grown under standard conditions, whereas the second was grown in 15 N-containing medium to produce uniformly 15 N-labeled peptides as a global internal standard. Thus, all peptides will be present in two forms (light and heavy) at approximately equal ratios. The two yeast lysates were mixed in equal amount prior to trypsinization. The final concentration of the digested peptide mixture used for the LC-MS analysis was estimated around 1 g/l.
The results for a subset of 34 pairs of peptides (both 14 Nand 15 N-labeled) associated with 18 proteins involved in the TCA cycle (see supplemental Table 3 ) demonstrate the ability of the iSRM screening method to rapidly detect and quantify a specific subset of proteins. In a previous account, using a conventional SRM method to target these peptides, the three most intense fragment ions from the MRMAtlas database were used for quantification of each peptide (14) . In addition, SRM-triggered MS/MS acquisitions were performed separately to verify the identity of targeted peptides and their retention times. By contrast, the iSRM method presented here simultaneously confirmed the peptide identities by composite MS/MS spectra and precisely quantified the verified peptides by integrating the LC-MS peak area of primary fragment ions. The same iSRM analysis was replicated five times to demonstrate reproducibility and assess the analytical precision. As a typical example, the results for protein Aco1p are presented in Fig. 4 . The chromatographic traces of the two peptides, TIFTVTPGSEQIR and GYDAGENTYQAPPADR, derived from the protein Aco1p are shown in Fig. 4 , B and C. The traces of both the 14 N-and 15 N-labeled peptides are perfectly coeluting, and the ion intensity ratios are retained. The identity confirmation of the heavy and light forms relies on their composite MS/MS spectra displayed, and the consistency of the fragmentation patterns is illustrated in Fig. 4, D and E .
The quantitative results presented in Table III illustrate the degree of analytical precision that can be achieved with this method: over 85% of the analytes measured exhibit a CV below 10% in replicated experiments. The relative quantitative results indicate very consistent ratios for the different peptides associated with a given protein; variations between the ratios of different proteins reflect the biological variability in the cell growth conditions. This study demonstrates the capacity of iSRM to comprehensively and reproducibly measure sets of biologically related proteins in one LC-MS analysis with increased precision while improving the confidence in the measurements. DISCUSSION A novel data acquisition paradigm was developed and applied to increase the performance of targeted proteomics analyses using triple quadrupole instruments in the selected reaction monitoring mode. The results from the different proteomics experiments performed in this study clearly demonstrate the potential of this approach and its benefits. First, the iSRM technique offers clear advantages over the conventional targeted proteomics analyses by using a dual acquisition mode of SRM. The continuous monitoring of selected transitions within a defined time window yields quality chromatographic traces and hence reliable quantitative results with increased precision. The generation of composite tandem mass spectra acquired in a data-dependent manner allows the definitive confirmation of the analyte identity. The consistent quantitative and qualitative analyses are performed without compromising the performance of SRM in terms of sensitivity and selectivity, thus quantifying peptides in complex biological samples over a wide dynamic range with a limit of detection demonstrated down to the tens of attomole range while maintaining good analytical precision.
Second, the iSRM data acquisition scheme manages the concomitant analysis of a large number of peptides while retaining a degree of selectivity. It dramatically increases the throughput of the SRM assay, allowing a large targeted screen in a single HPLC-MS experiment. The largest assay we used in our experiments consisted of 6050 transitions for targeting 757 peptides. The iSRM instrument control software has the capability to support over 10,000 transitions, which is sufficient to target 1000 peptides in a single experiment.
To exploit fully the capability of the technique and to apply it routinely to the concurrent qualitative and quantitative analysis of large sets of peptides, an integrated work flow was developed. As illustrated in Fig. 2 , there are three distinct steps: (i) the design of the analytical method exploiting pre-existing information, (ii) the actual data collection encompassing primary and secondary transitions, and (iii) the subsequent processing of the data and analysis of the results. The combination of the iSRM with the Pinpoint software package allows rapid design of large scale SRM screening experiments.
The design of the experimental method leverages existing peptide MS/MS information that is captured in public databases. The data are automatically downloaded and used to generate the acquisition method. If some peptides are not yet captured in the database, the necessary parameters (retention time and fragment ions) are theoretically predicted. The resulting instrument method is downloaded to perform the actual iSRM experiment that can include the analysis of multiple samples. The raw data collected are subsequently processed automatically in two streams. First, to confirm the identity of the analytes, the composite mass spectrum of each peptide is compared and scored using a local library created during the method design. Second, the quantification is performed using the sets of chromatographic traces of the different primary transitions corresponding to each peptide.
In conclusion, the linear work flow described and used throughout this study is likely to expedite large scale hypothesis-driven proteomics studies, generating reliable quantitative data sets, which are required by systems biology studies, or clinical biomarker validation. This improved technique that exploits specificity through a controlled (narrow) mass selection window, the versatility of the dual acquisition mode, the scheduling capabilities, and the capability of programming as 1000 peptides (i.e. Ͼ10,000 transitions) in a single LC-MS experiment open new avenues in targeted proteomics.
